Start crop Point End crop Point

1 MSA length = 973 1

TTAACCCTTAAITGCTGACACTACTTTCTGAAAC TTAATGCTGACACGG-------- - - TCTCCCAGACTCCGTGTCAGCAGTTAAGGGTTAAGATATAIAATITTATTI IT-G-ATTT— -ATRGETG
TTAACCCTTAACTGCTGACACTACTTTCTGAAACHTIJAATGCTGACATGG- - - - - - - - - - TCTCCCAGACTCCGTGTCAGCAGTTAAGGGTTAAA - = = = == == === = = - - TARE- -AA- - - - -
TTAACCCTTAACTGCTGACACTACTTT{TGAAACHTTAATGCTGACATGG- - - - - - - - - - TCTCCCAGACTCCGTGTCAGCAGT TAAGGGTTAAA - = = = = m o mmm e e e e e e e e e o TT@- -BTGCETG
TTAACCCTTAACTGCTGACACTACTTTCTGAAACBMTTAATGCTGACACGG-------- - - TCTCCCAGAITCCGTGTCAGCAGTTAAGGGTTAAIAIATAAAATATAATTI I . I ------ GGlTA
TTAACCCTTAACTGCTGAJACTACTTTCTGAAACHTIJAATGCTGACATGG- - - - - - - - - - TCTCCCAGACTCCGTGTCAGCAGTTAAGGGTTAAA - - - - == == === = = - - A----AAABSGETAGEE - GA - - - - -
TTAACCCTTAACTGCTGACACTACTTTCTGAAACEBTTAATGCTGACACGG - - ------ - - TCTCCCAGACTCCGTGTCAGCAGT = = = = = = = = = = = o oo e o e m m e f e e o e m e m e e e e e e e e e
TTAACCCTTAACTGCTGACACTACTTTCTGAAACEBTTAATGCTGACACGG - - - -~ -~ - - TCTCCCAGACTCCGTGTCAGCAGTTAAGGGTTAAAATITAAAATAT - - - T AATIT - -ATGG
TTAACCCTTAACTGCTGACACTACTTTCTGAAACBTTAATGTGACACGG- - -------- TCTCCCAGACTCCGTGTCAGCHTTABGGGTTAAAATATAAAATATATTT AATT - - - ATGG
TTAACCCTTAACTGCTGACACTACTTTCTGAAACEBTTAATGCTGACACGG - - ------ - - TCTCCCAGACTCCGTGTCAGCAGTTAAGGGTTAAA-TATAAAAATAATT GATTTAAATGGETAN- - --------
TTAACCCTTAACTGCTGACACTACTTTCTGAAACHT TAATGCTGACACGG - -~~~ ===~ - - - CCAGACTCCGTGTCAGCAGTTAAGGGTTAAGCTATAAAATAJAATT AATGG TR TG T TGERET - - - - - - -
TTAACHECTTAACTGCTGACACTACETTCTGAAACET TAATGCTGACACGG = - = = =« = - == s - s - st e e e e e b oo oo G-TTTAAATGT
------------------------------------------------------------ TCTCICAGA.CCGTGTCAGCAGTTAAGGGTTAAA— e AATTT - -ATG
TTG TTAACCCTTAACTGCTGACACTACTTTCTGAAACEBTTAATGCTGACACGG
TTA TTAfCCCTTAACTGCTJACACTACTTTCTGAAACHTTAATGCTGACACGG

______________________ TTAACCCTTAACTGCTGACACTACTTTCTIAAAC TTAATGCTGACACGG
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).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 973 bp

size: 973bp; fragments: 177; full length: 48 (>=875.7bp)
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size: 1283bp; fragments: 154; full length: 0 (>=1154.7bp)
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TE: rnd_5 family 982
size: 976bp; fragments: 243; full length: 1 (>=878.4bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)

900

800

700

600

500

400

300

200

100

/

/ /

0

100

I I I I I I I I
200 300 400 500 600 700 800 900

TE consensus after TEtrimmer (bp)




